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##Comments to paper 

This is a well written paper describing the, to my knowledge, first workflow manager implemented in 

Go. Although there are many alternative workflow managers, this work is motivated by the limitation of 

one of the state-of-the-art workflow mangers (Luigi) that the authors have previously used and even 

extended. 

The paper describes the design of SciPipe, shows how it is used, and provides use cases. It does not 

provide any evaluation of SciPipe, nor does it describe system the use cases were run on. The latter 

should be included, since one of the motivations for SciPipe is the issues encountered with SciLuigi when 

run on more than 64 workers. The paper also does not describe how many users SciPipe has. Is it just 

used by the authors? I would also have liked a discussion about workflows, such as ADAM 

(https://github.com/bigdatagenomics/adam), that are implemented in Spark. 

A minor issue: on page 3, line 36, there is a missing reference. 

## Comments to the source code and documentation 

The SciPipe webpage is well designed, with documentation and example workflows. The GitHub 

repository has 833 commits, with the last commit on August 18th. It has 426 stars and 27 forks, which 

suggest that there is interest in the community. The install documentation are a bit hard to find in the 

webpage, especially for someone that has not read the paper. There does not seem to be a test suite for 

SciPipe. 

I tested SciPipe on my laptop in Ubuntu on Windows. I have very limited knowledge of Go, so I just 

followed the examples on the webpage. They did work as described. 

I first tested the RNA-seq case study. For it the documentation was less clear, and there were no 

instructions for how to do it. For example, how to specify the input dataset, which I later found was in 

the go code. The execution took a while, and it was hard to know if the program was working, or if it has 

crashed or waiting for input (especially since the first step downloads a 1.7GB file for which the size or 

progress is not shown). The case study failed, due to a missing library used by STAR. This is not a SciPipe 

issue, and it would not occur on a production system. SciPipe did however save the logs necessary to 

understand the issue. 

Second, I tested the drug discovery workflow. It could not be compiled due to: 

./utils.go:45: t.Round undefined (type time.Duration has no field or method Round) 

Finally, I tested the genomics cancer workflow, which also failed due to a version issue in 

GenomeAnalysisTK.jar. Again, this is a third party installation error. 



I did not do any more advanced testing of SciPipe, including using my own data, running it on more than 

one machine, nor stopping and restarting workflow execution. 
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